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Abstract
The common vole (Microtus arvalis) has been a model species of small mammal for study-
ing end-glacial colonization history. In the present study we expanded the sampling from
central and eastern Europe, analyzing contemporary genetic structure to identify the role of
a potential ‘northern glacial refugium’, i.e. a refugium at a higher latitude than the traditional
Mediterranean refugia. Altogether we analyzed 786 cytochrome b (cytb) sequences (repre-
senting mitochondrial DNA; mtDNA) from the whole of Europe, adding 177 new sequences
from central and eastern Europe, and we conducted analyses on eight microsatellite loci for
499 individuals (representing nuclear DNA) from central and eastern Europe, adding data
on 311 new specimens. Our new data fill gaps in the vicinity of the Carpathian Mountains,
the potential northern refugium, such that there is now dense sampling from the Balkans to
the Baltic Sea. Here we present evidence that the Eastern mtDNA lineage of the common
vole was present in the vicinity of this Carpathian refugium during the Last Glacial Maximum
and the Younger Dryas. The Eastern lineage expanded from this refugium to the Baltic and
shows low cytb nucleotide diversity in those most northerly parts of the distribution. Analy-
ses of microsatellites revealed a similar pattern but also showed little differentiation between
all of the populations sampled in central and eastern Europe.
Introduction
Phylogeography is a discipline which uses molecular markers to infer population movements
at the end of the Pleistocene and during the Holocene, to identify where glacial refugia were
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located and to establish genetic characteristics of present-day populations, including geo-
graphic barriers obstructing gene flow [1]. Therefore, phylogeography attempts to reconstruct
the history of contemporary species distributions and explain the partitioning of genetic varia-
tion within them. Europe is one of the most comprehensively studied regions in the context of
Pleistocene phylogeography.
During the Pleistocene in Europe there were three substantial glacial periods, separated by
warmer interglacials: the Elster glaciation (730–430 kya, thousands of years ago), the Saale gla-
ciation (300–130 kya) and the Weichselian (or Vistulian) glaciation (115–11.5 kya) [2]. Con-
sidering the Weichselian, the ice cover in Europe reached its maximum extent around 27.5–19
kya and this time point is known as the Last Glacial Maximum (LGM) [3]. The Scandinavian
ice sheet, that dominated northern Europe at the LGM, reached parts of the British Isles, Ger-
many, Poland and Russia, while neighboring regions suffered tundra conditions at this time
[4, 5]. More favorable conditions for temperate species were present on the three Mediterra-
nean peninsulas (Iberian, Apennine and Balkan), which played the role of refugial areas,
where many species survived cold periods [6–8]. Additionally, there is evidence that some tem-
perate species also survived in more northerly areas, such as the Carpathian Basin, parts of
present-day France, the Ural Mountains and the Russian Plains [6, 9–16]. After the LGM there
was a warmer phase designated the Bølling-Allerød interstadial (14.7–12.7 kya), when deglaci-
ation occurred [17, 18]. However, the retreat of the glaciers caused many icebergs to discharge
into the ocean, disrupting the Atlantic meridional overturning circulation (AMOC) and
resulting in further cooling of the climate [19, 20]. Consequently, the Pleistocene ended with a
short cold phase, known as the Younger Dryas (YD; 12.9–11.7 kya) [21, 22].
The common vole Microtus arvalis (Pallas, 1778) is one of the best studied small mammal
species in Europe, in terms of phylogeography and population genetics. The common vole
comprises two parapatric chromosomal races which are often considered subspecies, or even
species, with the names M. arvalis and M. obscurus (Eversmann, 1841) (Fig 1A). The two
forms may be distinguished both from their karyotypes and mitochondrial cytochrome b
(cytb) variation [23–25]. In this study we focus on the nominate form, for which six mitochon-
drial DNA (mtDNA) lineages have been described, based on cytb (Fig 1A). Previous studies on
the phylogeography of this species suggest that mtDNA is an excellent marker for identifica-
tion of its glacial refugia and study of its range expansion, as in the case of its sympatric conge-
ner, M. agrestis [26, 27]. Three of the mtDNA lineages probably originated from southern
refugia (the Western-South lineage from the Iberian Peninsula, the Italian lineage and the Bal-
kan lineage [24, 28, 29]) while three lineages probably originated in northern refugia (the
Western-North lineage from a refugium located in the vicinity of central France, the Central
lineage from a refugium close to the Alps and the Eastern lineage, which may have been
derived from the vicinity of the Carpathian Mountains [28, 30, 31]).
Previous studies of the Eastern lineage have been geographically limited, confined mainly
to Poland [24, 30]. Based on these studies, it has previously been inferred that this lineage origi-
nated in the Carpathians, because of its distribution and the presence of fossils in the region
over the last 25 000 years [30, 32, 33]. Earlier microsatellite analyses revealed subdivision of the
Eastern mtDNA lineage into two genetic groups [34]. Given the results of the earlier studies
from Poland, placed in the wider context of what is known about the common vole, the Eastern
lineage is an excellent model system for an in-depth study of a small mammal population which
potentially derives from a northern glacial refugium. Here, we collected many more individuals
from central and eastern Europe to increase the range and number of individuals sampled. We
analyzed 318 individuals from 140 locations in 13 countries, allowing us to determine the entire
range of the Eastern lineage, and to more accurately identify both its refugial history and the
subsequent expansion and re-colonization pattern of the species in this part of Europe.
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Fig 1. Map of distribution of mtDNA lineages of the common vole in Europe with new and previously
obtained sequences. (A) Distribution of common vole cytochrome b samples used in this study, newly
sequenced and from GenBank [24, 28–30]. The brown area shows the range of the species in Eurasia. The
solid line marks the hybrid zone between the western (arvalis) and eastern (obscurus) forms; only the data for
the western form are used in this study. Sampling localities are colored according to the cytochrome b lineage.
(B) Distribution of common vole cytochrome b samples in central Europe belonging to the Eastern mtDNA
lineage, both newly sequenced and from GenBank. The blue circles match the location of the Balkan mtDNA
lineage, which makes contact with the Eastern lineage to the south. The yellow circles show the occurrence of
the Central mtDNA lineage to the north of the area occupied by the Eastern lineage, including where they
make contact. The black stars mark the locations where Microtus rossiaemeridionalis was found among the
samples sequenced (KX380179-KX380191). Location numbers on the map are listed in S1, S2 and S3
Tables.
doi:10.1371/journal.pone.0168621.g001
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Specifically, this broad sampling allows us to consider the following questions relating to
occupation of northern glacial refugia by the common vole: (i) Is the pattern of mitochondrial
and microsatellite variation consistent with the Eastern lineage deriving from the Carpathian
Basin, as opposed to a refugium or refugia located elsewhere? (ii) How does the timing of
expansion of the Eastern lineage relate to events during the last glaciation, particularly the
LGM? (iii) Is the differentiation that is evident in Poland, based on microsatellite variation,
replicated at a wider scale in the Eastern lineage and what is the implication for the refugial
population and its subsequent expansion? Overall, the level and density of sampling in the area
surrounding this northern refugium provides an exceptionally detailed perspective on the rela-
tionship between genetic variation in a contemporary population and the refugium, or refugia,
from which it originated.
Materials and Methods
All capture and handling procedures of voles in Poland were approved by the Local Ethics
Committee for Animal Experiments in Białystok (Decision no: 5/2013). Samples of voles from
Croatia, Czech Republic, Hungary, Romania, Serbia and Slovenia were collected according
to the Legislation of Nature Protection and Legislation of Animal Welfare valid in these coun-
tries and permission to the Slovenian Museum of Natural History given by the Veterinary
Administration of the Republic of Slovenia. No additional permits from Ethics Committee
were needed. All capture and handling procedures of the common voles from Russia and
Ukraine were approved by the Animal Care and Use Committee of the A.N. Severtsov Institute
of Ecology and Evolution of the Russian Academy of Sciences (official letter from the deputy
director of the Institute, no: 3485/09). No additional permits were required. Permission from
the landowners was obtained where necessary. Samples were not collected from protected
locations and field studies did not involve endangered, threatened or protected species.
Mitochondrial DNA
We obtained new mtDNA data from 177 samples of the common vole from Poland, Belarus,
Russia, Moldova, Ukraine, Czech Republic, Hungary, Slovenia, Croatia, Romania, and Serbia
(Fig 1, S1 Table). Samples were collected between 1995 and 2015 and preserved in 96–98%
ethanol. Additionally, our collection included samples from central and southern Ukraine
and Armenia but all of them appeared to be the southern vole (Microtus rossiaemeridionalis),
a sibling species almost identical in morphology to the common vole [35]. We obtained 13
complete cytb sequences from those samples and they were identified using BLAST (https://
blast.ncbi.nlm.nih.gov/Blast.cgi). They were not included further in the analyses performed in
this study. The sequences obtained were deposited in GenBank (accession numbers: KX380179-
KX380191).
Total genomic DNA was extracted using Syngen Tissue DNA Mini Kit in accordance with
the manufacturer’s instructions. The amplification and sequencing of the complete cytb
sequence (1143 bp) were conducted according to methods described by Wo´jcik et al. [10],
using primers described by Stojak et al. [30], in two overlapping fragments, each 500–600 bp
in length. We also included negative PCR controls without template DNA. Additionally, we
used 609 sequences obtained from previous studies (Fig 1A; for the whole list of locations see
S1, S2 and S4 Tables in [30]). In all, we analyzed cytb sequences from 786 individuals (Fig 1A,
S1 and S2 Tables).
The nucleotide sequences were aligned and manually checked in BioEdit 7.2.5 [36]. As in
our previous study [30], the complete alignment was shortened to 1000 bp. The distribution
of polymorphic nucleotide and amino acid sites, number of transversions and transitions,
Phylogeography of a Common Vole Lineage
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synonymous and non-synonymous changes and position of stop codons in cytb sequences
obtained from newly-collected individuals were determined in DnaSP 5.1 [37] using the
method of Degli Esposti et al. [38].
A median-joining network was constructed for all 786 sequences in Network 4.6 [39], to
establish the overall pattern of mitochondrial genetic variation in the species.
We used Bayesian genealogy sampling in BEAST 1.8 [40], with all 786 sequences, to esti-
mate the time to most recent common ancestor (tMRCA) for each lineage. The analysis was
carried out according to the procedure described by Stojak et al. [30], using the HKY+Γ substi-
tution model. A strict molecular clock was compared with an uncorrelated lognormal relaxed
molecular clock [41]. Two demographic models were tested: skyline and constant population
size [42]. For model selection, path sampling and stepping-stone sampling [43] were used to
estimate marginal likelihoods (MLEs) for each model, based on four independent MCMC
chains, each comprising 1000 steps of 100 000 generations, following 10 million generations
burn-in. In each case, sampling was considered sufficient, as the estimates from the two meth-
ods (path sampling and stepping-stone sampling) converged on similar values. The MLEs
were then used to obtain the Bayes Factor for each comparison to determine the best-fitting
model [44]. The previously estimated clock rate of 3.27 x 10−7 substitutions/site/year-1 was
used to calibrate the genealogy and date tMRCAs of each lineage [28, 30]. Posterior distribu-
tions of tMRCA and other model parameters were obtained from four independent MCMC
simulations (each run for 200 million generations, with effective sample size for each parame-
ter over 200), using TRACER 1.5 [45]. Posterior samples from the four chains were combined,
using LogCombiner, part of the BEAST package. The Maximum Clade Credibility (MCC) tree
was obtained using TreeAnnotator, part of the BEAST package, and visualized with FigTree
1.4 (http://tree-bio.ed.ac.uk/). The analyses were repeated without sequence data to test the
effect of the joint prior distributions on the posterior distributions for each parameter of
interest.
Nucleotide and haplotype diversity were calculated in DnaSP. To test for recent population
expansion in mitochondrial lineages, we applied three tests in Arlequin 3.5.1.2 [46]: Tajima’s
[47] D and Fu’s [48] FS statistics and the mismatch distribution using sum of squared devia-
tions SSD [49], with significance inferred using 1000 bootstrap replicates. Subsequently, we
calculated time since expansion for lineages in which all three tests confirmed recent expan-
sion (Tajima’s D and Fu’s FS significant, SSD not significant; see [16, 30, 50]). The estimate was
calculated according to a method based on the Tau value (Tau = 2ut, where u is the mutation
rate and t is the mean generation time [51, 52]) using an online tool described by Schenekar
and Weiss [53] (mismatch calculator, kindly provided by Stephen Weiss). Tau values were
calculated in Arlequin, the substitution rate of 3.27 x 10-7substitutions/site/year-1 was applied
and the generation time was assumed to be one year [28, 30]. To examine the demographic
expansion of the Eastern lineage, a Bayesian skyline plot was prepared in TRACER, according
to the method described in [30]. In this analysis we used all 318 sequences belonging to this
lineage.
Geographic variation in nucleotide diversity (π) for the Eastern lineage was mapped with
interpolation using ArcGIS 10.3.1 Geostatistical Analyst (ArcGIS Desktop: Release 10.3 Red-
lands, CA: Environmental Systems Research Institute 2015). Populations with only one indi-
vidual were excluded to avoid cases where π is equal to 0. Altogether we used 293 sequences
from 74 populations. Interpolation was carried out using an Inverse Distance Weight model
(IDW, power = 1, based on 12 neighbors) which uses a linear-weighted combination set of
sample points, assigned as a function of the distance of an input point from the output cell
location. This means that the greater the distance is, the less influence the input cell obtained
has on the results.
Phylogeography of a Common Vole Lineage
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Microsatellite DNA
We used 311 new specimens for microsatellite analysis, obtained from the Carpathian
Basin, Russia and the Balkans, together with 188 specimens which were already analyzed in
the previous study of Stojak et al. [34]. We initially used the previous panel of 11 microsatel-
lite loci as described by Stojak et al. [34], following the same protocols. However, this was
reduced for this study by the exclusion of loci AV12, Moe5 and MSM2, due to excessive
missing data or risk in identification of false alleles as a result of non-specific amplification.
Negative PCR controls without template DNA were included for each set of samples and
each multiplex. We repeated the PCR for 15% of samples to test for error. All genotypes
were independently scored three times. Altogether, we conducted the study on 499 individ-
uals from 61 localities (Fig 1B). Sample sizes for populations varied, ranging from 1–16 indi-
viduals. A complete list of populations, localities and number of individuals are given in
S3 Table.
Only populations with five or more individuals were included in all population-level analy-
ses. Observed (HO) and expected heterozygosity (HE) were calculated in Arlequin. FSTAT v.
2.9.3 [54] was used to determine deviations from Hardy-Weinberg Equilibrium (HWE), allelic
richness (AR) and to test for linkage disequilibrium between all pairs of loci in each population
(using 10,000 simulations). Null alleles were identified in Micro-Checker v. 2.2.3 [55]. Pairwise
FST values [56] between populations within each species were estimated in FSTAT, determin-
ing significance using 10,000 permutations under sequential Bonferroni corrections [57]. The
relationship between pairwise genetic (FST) and geographic distances was tested using a Man-
tel test [58] in IBDWS v. 3.23 [59].
To establish the number of genetic clusters occurring across central Europe we initially
used Bayesian analysis in STRUCTURE 2.3.4 [60]. Ten independent runs of 500,000 genera-
tions with 100,000 generations of burn-in were performed for each value of K (1–20) under
the admixture model and with the assumption that allele frequencies among populations are
correlated. The optimal number of clusters were identified using the Evanno method (ΔK;
[61]) and mean posterior probability of the data (Ln(K); log probability). Calculations were
conducted in STRUCTURE HARVESTER [62]. We assigned populations to a particular clus-
ter according to assignment probability q 0.8. Populations with assignment probability of
0.2< q< 0.8 were classified as ‘intermediate’ [34, 63]. We used Clumpp 1.1.2 [64] and Dis-
truct 1.1 [65] to assemble 10 independent runs of best-fitting values of K and to generate
graphical representations.
Additionally, we performed Spatial Principal Components Analysis (sPCA; [66]) in R stu-
dio [67], to describe genetic differentiation and identify potential genetic structure across all
populations from central Europe. Within that package, a G test was used to check for global
(overall) structure and an L test for local (smaller scale) structure. Both tests were conducted
using 999 permutations. The algorithm used in sPCA is modified such that the principal axes
maximize spatial autocorrelation instead of correlation. Unlike methods such as STRUC-
TURE, sPCA does not take into consideration Hardy-Weinberg Equilibrium (HWE) or the
extent of linkage disequilibrium [66, 68].
Interpolation of allelic richness (AR) and expected heterozygosity (HE) were conducted for
42 populations to identify potential hotspots of genetic diversity to complement the nucleotide
diversity analysis with cytb. Only populations with 5 or more individuals were included. Two
Russian populations were excluded from this analysis because they were geographically distant
from all the other populations. Analyses were carried out using ArcGIS 10.3.1, adopting the
same model as for cytb.
Phylogeography of a Common Vole Lineage
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Results
Mitochondrial cytb sequences
Amplification of the complete cytb sequence (1143 bp) was successful for all 177 new samples
of the common vole (S1 Table). We found no contamination in negative controls. The distri-
bution of polymorphic nucleotide sites showed that substitutions are mostly in the third codon
position, with a higher ratio of transitions (106Ts:13Tv; S4 Table). Non-synonymous changes
occurred at the first codon position more often than at the second. Substitutions were mostly
in the third codon position, with a higher ratio of transitions and only one (final) stop codon
was identified (nucleotide positions 1141–1143). We found a much higher number of synony-
mous than non-synonymous changes (99: 20). These results are in agreement with a pattern
that has been previously described by Irwin et al. [69] in mammals (and other taxa).
The 177 new sequences had 126 polymorphic sites, 85 of which were phylogenetically infor-
mative, and 97 haplotypes were identified. All 786 sequences analyzed contained 267 polymor-
phic sites, 181 of which were phylogenetically informative, and 309 haplotypes were identified.
No nuclear mitochondrial DNA segments (numts) [70, 71] were found. PCR amplifications
always produced only one band and we found no ambiguities in the sequences obtained–there
were no unexpected stop codons, deletions, insertions or changes in the reading frame; all
sequences were in concordance with the rest of cytb sequences of the common vole from
GenBank.
The network analysis allowed us to assign the new sequences to the six previously described
mtDNA lineages [24, 28–30, 72]. Eight new sequences from the Balkan region were assigned
to the Balkan lineage, three from north-western Poland to the Central lineage and the remain-
ing 166 to the Eastern lineage (Fig 2).
In the cytb genealogy, illustrated by the MCC tree and obtained from MCMC simulations
with a coalescent model, all of the sequences were again included in the six previously identi-
fied lineages (S1 Fig). Using all 786 sequences, the marginal likelihood estimates (MLEs) for
skyline and constant population size demographic models were -9474.7 and -9684.5, respec-
tively. A coalescent skyline model was therefore chosen over a constant population size model
(Bayes Factors BF: 209.8) and an uncorrelated relaxed lognormal molecular clock was chosen
over a strict molecular clock (MLEs: -9474.7 and -9509.4 respectively; BF: 34.7). In the Bayes-
ian genealogy, all six lineages were highly supported (posterior probabilities either 0.99 or 1.0).
While the Balkan and Italian lineages were entirely distinct from all of the other lineages, the
Western-North and Western-South lineages formed a distinct and well-supported clade
(PP = 0.95), as did the Central and Eastern lineages (PP = 0.99). The deeper splits in the geneal-
ogy were not supported and the relationship between the lineages is therefore uncertain.
The root of the genealogy was dated to 67.0 kya (with lower and upper 95% highest poste-
rior density HPD limits of 41.8 and 104.5 kya, respectively;Table 1). The Eastern lineage,
which is the lineage of main interest here, had a tMRCA estimate of 22.4 kya (95% HPD: 13.5–
29.8 kya). The two Western lineages had similar tMRCA estimates of approximately 25 kya
(95% HDP: 12.7–36.0 kya for Western-North and 12.0–37.5 kya for Western-South) (Table 1).
The Balkan lineage had a tMRCA of 18.2 kya (95% HPD: 8.5–28.7 kya), whereas the tMRCAs
of the Italian and Central lineages were 13.9 kya (95% HPD: 5.9–20.4 kya) and 16.3 kya (95%
HPD: 8.5–22.6 kya), respectively (Table 1).
Genetic variation in the three lineages from eastern Europe, which are those of interest
here, is summarized in Table 2. Nucleotide diversity (range: 0.0050–0.0073) and haplotype
diversity (range: 0.960–0.977) were highest for the Eastern lineage and lowest for the Central
lineage. The Central and Eastern lineages had significant values of Tajima’s D and Fu’s FS and
non-significant SSD values, all of which indicate recent demographic expansion. Based on the
Phylogeography of a Common Vole Lineage
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mismatch Tau values, the Central lineage began to expand 6.3 kya (95% CI: 3.7–10.7 kya) and
the Eastern lineage 8.3 kya (95% CI: 4.8–13.9 kya). The Bayesian skyline plot obtained for the
Eastern lineage suggested that population expansion started approximately 10 kya (S2 Fig).
Fig 2. The network of cytb haplotypes of the common vole from Europe. Median-joining network of cytochrome b
haplotypes of the common vole, colored according to mtDNA lineage (blue–Balkan, B; orange–Italian, ITA; pink–
Eastern, E; yellow–Central, CEN; violet–Western-South, WS; green–Western-North, WN). The area of the circles
represents the number of sampled individuals with that haplotype. Small open circles indicate unsampled intermediate
haplotypes.
doi:10.1371/journal.pone.0168621.g002
Table 1. Time to most recent common ancestor (tMRCA) for the common vole population and for the
six cytochrome b lineages, with median and 95% highest posterior density (HPD) limits estimated
from 720 million post-burn-in generations obtained from four independent MCMC simulations in
BEAST.
95% HPD lower limit (kya) Median (kya) 95% HPD upper limit (kya)
Tree root 41.823 66.968 104.554
Eastern 13.468 22.376 29.815
Central 8.506 16.274 22.571
Western-North 12.719 24.621 36.003
Western-South 12.026 24.937 37.459
Italian 5.855 13.879 20.449
Balkan 8.530 18.200 28.749
doi:10.1371/journal.pone.0168621.t001
Phylogeography of a Common Vole Lineage
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The interpolation of nucleotide diversity in the Eastern lineage showed that this is highest
in the Carpathian area and decreases northwards with increasing distance from this area
(Fig 3).
Microsatellites
We analyzed eight microsatellite loci in 499 individuals of the common vole (S5 Table). There
were only 0.33% missing data among all samples. No errors were found in the re-genotyped
individuals. The estimates for HO and HE, together with the identification of null alleles, are
shown in S6 Table. The diversity ranged from 0.535–0.903 (HO) and 0.581–0.925 (HE). Null
alleles were identified only for Moe6 in a few populations. As this locus had little influence on
the overall results, it was not excluded from further analyses (see below).
At the population level, values of allelic richness (AR), observed heterozygosity (HO) and
expected heterozygosity (HE) varied from 4.49–7.47, 0.667–0.925 and 0.768–0.916, respectively
(S3 Table). Only five populations significantly differed from HWE expectations after Bonfer-
roni correction. Tests of linkage disequilibrium over all populations revealed significant link-
age at all loci for two populations from Aleksinac (Serbia) and Česky Dub (Czech Republic).
Overall population differentiation was rather low (FST = 0.040, 95% CI: 0.032–0.048) and
this value is nearly identical after removing the Moe6 locus (FST = 0.041, 95% CI: 0.031–0.050).
There was significant differentiation between some pairs of populations (S7 Table). A Mantel
test of the relationship between genetic and geographic distances revealed a weak and non-sig-
nificant isolation by distance pattern for the common vole in central and eastern Europe (r =
0.1725, P = 0.068). This overall pattern of genetic differentiation is consistent with that from
earlier studies of the common vole [31, 34].
The values of Ln(K) and ΔK, obtained with STRUCTURE were not entirely consistent (S3
Fig). From Ln(K) there was support for K = 9, while from ΔK three values were supported
(K = 2, 3 and 9). With K of two or three, there was a clear pattern of group membership within
populations and this was reflected in the geographical distribution of the populations (Fig 4
and S4 Fig). In contrast, with K = 9 there was little consistency of group membership within
populations (Fig 4).
In the sPCA analysis, only the highest eigenvalue is dominant (S5A and S5B Fig). The pres-
ence of positive eigenvalues indicates potential global patterns, however the G test revealed no
significant global structure (observation = 0.0049, P = 0.225, S5C Fig). The L test results were
also not significant, showing no local structure (observation = 0.0056, P = 0.225, S5D Fig). The
Table 2. Genetic variability within cytochrome b lineages of Microtus arvalis. It contains individuals newly-sequenced for this study, including number
of haplotypes, nucleotide and haplotype diversity, neutrality tests statistics, mismatch distribution represented by sum of squared deviations (SSD) and time
since expansion calculated from Tau values for those lineages showing significant values for both Tajima’s D and Fu’s FS and not significant for SSD (see
text).
Lineage N Number of
haplotypes
Nucleotide
diversity (π)
Haplotype
diversity (h)
Tajima’s
D
Fu’s FS SSD Tau (95% CI) Time in ky since
expansion (95% CI)
Balkan 30 22 0.0067 0.970 -1.037 -25.155*** 0.006 5.170 (2.637–
10.393)
-
Central 113 48 0.0050 0.960 -2.206 * -25.123*** 0.003 4.144 (2.343–
6.999)
6.337 (3.722–10.702)
Eastern 318 135 0.0073 0.977 -2.028* -24.377*** 0.001 5.416 (3.160–
9.092)
8.282 (4.832–13.903)
N–number of cytb sequences
*, P<0.05
***, P<0.001; for Tajima’s D, Fu’s FS and SSD statistics.
doi:10.1371/journal.pone.0168621.t002
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plots with spatial representation of values for each population revealed that genetic differentia-
tion between them was rather low and no distinct separation was observed (S6 Fig).
The interpolations of both allelic richness (AR, Fig 5A) and expected heterozygosity (HE,
Fig 5B) showed that diversity is highest in the north-eastern part of the Carpathian Basin and
this diversity decreases gradually away from this area.
Discussion
The common vole Microtus arvalis is a particularly well-studied phylogeographic model spe-
cies in Europe. A number of previous studies have revealed multiple mtDNA lineages of this
species, based on cytb sequences, and the distribution of these lineages has been related to
end-glacial biogeographic history [24, 28–30, 72]. The use of other genetic markers, such as
microsatellites or those on the Y-chromosome, have generally revealed patterns congruent to
those found with mtDNA [28, 31, 73, 74].
Here, we substantially enhanced the geographic coverage of cytb sequences of M. arvalis in
central and eastern Europe. In our analysis of cytb, we made use of all 786 sequences available
(including the samples in this paper and in GenBank) to confirm the six mtDNA lineages pre-
viously described in the species (Western-South, Western-North, Italian, Central, Eastern and
Balkan; Fig 1A). Our material also included samples from central and southern Ukraine and
Armenia but all of them appeared to be from the southern vole (Microtus rossiaemeridionalis),
Fig 3. Interpolation of nucleotide diversity in common voles from central Europe. IDW interpolation of the nucleotide diversity
(π) values of cytochrome b sequences from 74 populations of the common vole from the Eastern mtDNA lineage. The locations of
populations are marked with black dots on the map and the π values for them are given in the text. The interpolated values of the
nucleotide diversity based on 12 neighbors are presented in the map in different colors according to the legend. Only samples
with 2 individuals were used for interpolation.
doi:10.1371/journal.pone.0168621.g003
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a sibling species almost identical in morphology to the common vole [35], suggesting that the
range of the common vole does not extend into these areas.
While European temperate species were traditionally thought to have occupied Mediterra-
nean glacial refugia, the possibility of more northerly refugia has been promoted since the
1980s [6, 9, 11–13, 16], however studies of present-day populations in the vicinity of these refu-
gia and expansion routes from them have not been exceptionally detailed. The common vole
lineages which may derive from such northern refugia are the Western-North lineage (with a
refugium located somewhere in central France; [28]), the Central lineage (with a refugium
located somewhere in the Alpine region; [73]) and the Eastern lineage (with a refugium located
in the Carpathians; [30]). However, the status of any of these putative common vole refugia, as
a source for contemporary genetic variation, has not been thoroughly examined. The Eastern
lineage and the status of its proposed Carpathian refugium are the focus of the present study.
The existence of northern refugia is very interesting in a physiological sense, as the survival of
a temperate species in these refugia would suggest that it has high resistance to the severe, dry
and sub-arctic climatic conditions present at such latitudes during the LGM and Younger
Dryas [4, 5, 18, 21, 22]. Such populations may have been able to expand rapidly on ameliora-
tion of the climate after the end of the cold period. Northern refugia may therefore have made
a substantial contribution to the contemporary genetic diversity of high latitudes in Europe [9,
13, 14].
We analyzed 318 cytb sequences from the Eastern lineage, with excellent coverage of its dis-
tribution between the Balkans and Baltic Sea. This area which would have been affected by
severe glacial conditions during the LGM [4, 5], but nevertheless includes the vicinity of the
Carpathian Mountains, proposed as a refugium for a variety of animals and plants, including
hornbeam (Carpinus betulus; [13]), crested newt (Triturus cristatus; [75]) and brown bear
Fig 4. Bayesian clustering in STRUCTURE for the common vole from central Europe. Results of the Bayesian clustering analysis
implemented in STRUCTURE under the admixture model, based on the microsatellite dataset. Plots: vertical columns represent the
assignment probabilities to each of the inferred clusters identified for K = 2, 3 and 9. Numbers on horizontal axis match population localities
shown in S3 Table. Maps: simplified representation of the structure revealed for K = 2 (above) and K = 3 (below). Localities are colored
according to cluster with the highest assignment following the same coloring as the plots.
doi:10.1371/journal.pone.0168621.g004
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(Ursus arctos; [76]). The Carpathian region has a well-established fossil history, including
remains of common voles and other small mammals, from the time of the LGM [32, 33].
To address the first question of our study, we tested several properties of the Eastern line-
age, to establish if the pattern of its mitochondrial variation is consistent with its derivation
from a refugium located in the vicinity of the Carpathian Mountains. The distribution of the
lineage clearly supports this hypothesis, as it is present in a wide area of central Europe, with
the Carpathians in the centre of its range. Moreover, we observed a continuous spread of the
lineage north of the Carpathians. Three diversity indices also provide evidence in support of
the hypothesis (Figs 3 and 5). Relatively high levels of genetic diversity are expected in refugial
areas for temperate species, due to the survival of large, demographically stable populations
over a long period of past climatic oscillations [77, 78]. Here we show, using both mtDNA
(nucleotide diversity) and microsatellite markers (allelic richness and expected heterozygosity)
that there are hotspots of genetic diversity for the common vole in the Carpathians and their
close proximity. The interpolations and plots showed a distinct reduction of genetic diversity
with distance from the Carpathian Basin and are also consistent with a northward route of re-
colonization from there (Figs 3 and 5). Another, previously proposed, refugial area for this
lineage is the Balkan Peninsula [24], but this seems unlikely as this area is occupied by another
mtDNA lineage [29]. Although there are fossil records of the common vole from the vicinity
Fig 5. Interpolation of allelic richness and expected heterozygosity in common voles from central Europe. IDW interpolation
of (A) allelic richness (AR) and (B) expected heterozygosity (HE) for microsatellites from 42 populations of the common vole in
central Europe. The locations of populations are marked by black dots in the maps and the AR and HE values for them are given in
the text. The interpolated values of both indices based on 12 neighbors are presented in the maps in different colors according to the
legend. Only samples with 5 individuals were used for interpolation. Two Russian populations were excluded from the analysis
because they were so distant from other populations.
doi:10.1371/journal.pone.0168621.g005
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of the Carpathians at the time of the LGM [32, 33], ancient bone fragments without associated
DNA cannot give an indication of which lineage was present at that time [79–81]. A very simi-
lar pattern of contemporary DNA variation to that of the common vole is observed in the bank
vole where the ‘Carpathian’ lineage is more widespread in central Europe than the ‘Balkan’
lineage, which is present only in close proximity to its refugial area [9]. In the case of the bank
vole, gene flow and demographic expansion were also observed from the Carpathian region to
the south, not only northwards. This pattern was inferred using an isolation by migration (IM)
model, which employs a Bayesian coalescent method and relies on the assumption that there is
continuing gene flow between the two descendant populations which were derived from the
split of the ancestral population. The estimated rate of gene flow into the ‘Carpathian’ lineage
was equal to zero, while the gene flow outward from this lineage was significant [9].
It may be also hypothesized that the Eastern lineage of the common vole derived from refu-
gia located somewhere close to the Ural Mountains or the Russian Plains and spread from
such distant areas to central Europe after the LGM. For instance, Deffontaine et al. [82] sug-
gested that the Eastern clade of the bank vole most likely derived from a refugium in the vicin-
ity of the Urals and expanded its range to central Europe. However, the range of the Eastern
lineage of the common vole does not include areas to the east of the Vladimir region, where
the obscurus chromosome race occurs. Therefore, this hypothesis does not seem to be
supported.
The second purpose of our study was to establish the timing of expansion of the Eastern
lineage and to determine how it relates to events which occurred during the last glaciation.
Coalescent genealogy sampling in BEAST, using the molecular clock rate that was established
from common vole ancient DNA [28], inferred a median tMRCA for the Eastern lineage of
22.4 kya (95% HPD limits of 13.5 and 29.8 kya). This indicates that the Eastern lineage origi-
nated from a genetic bottleneck around the time of the LGM, when the species was known to
be present in the Carpathians [32, 33]. Based on the mismatch Tau value, the median time for
the onset of expansion of the Eastern lineage was 8.3 kya (95% CI from 4.8 to 13.9 kya). This
date is broadly consistent with the time of demographic expansion that was estimated from
coalescent genealogy sampling, in the present and earlier studies, at around 10 kya (S2 Fig,
also see Fig 4 in [30]). These various estimates suggest that the Eastern lineage of the common
vole was present in the Carpathian Basin during both the LGM and YD periods and re-colo-
nized central and eastern Europe from this refugium at the beginning of the Holocene, after
the last glacial retreat.
The final purpose of our study was to determine if the microsatellite differentiation that we
found in our previous study of genetic variation in common voles from Poland [34] would be
confirmed in a broader area of central Europe and, if so, what information it reveals about the
population history of the species in the region. The previous study [34] described an eastern-
western subdivision in Poland for both M. arvalis and M. agrestis. In this study, STRUCTURE
analysis with samples of M. arvalis suggested that this pattern is also evident on a wider scale
in central Europe. The eastern group occurs across eastern Poland, eastern Hungary, Russia
and Serbia and the western group is present in western Poland, western Hungary and the
Czech Republic (Fig 4 and S4 Fig). Again, as in the previous study, there were mixed (presum-
ably hybrid) populations with intermediate levels of assignation to one of the two genetic
groups. These populations are located between the eastern and western groups, in a broad con-
tact zone (see Fig 4 and S4 Fig). However, there is a need to be cautious with the STRUCTURE
results, because three possible values of K or genetic clusters (K = 2, 3 or 9) were inferred. The
choice of K = 2 is based on the a priori data from [34], and cannot therefore be viewed as defin-
itive. Results from a second spatial genetics program, sPCA, showed very weak differentiation
between all populations across central Europe. The sPCA revealed no genetic structure and no
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division into genetic groups was indicated (see S6 Fig). These results were supported by low
overall differentiation (FST = 0.04) and significant differentiation between only some pairs of
populations. There was a similar lack of confirmation of the STRUCTURE results in the previ-
ous study within Poland [34], where STRUCTURE revealed two genetic groups in Poland but
Discriminant Analysis of Principal Components (DAPC) showed weak differentiation across
the country.
This study is the first to examine genetic variation, using microsatellite data, in common
vole populations from a wide area of central Europe. Previous studies were confined to western
Europe [28, 31]. The samples used in these microsatellite analyses were collected from an area
where the Eastern mtDNA lineage predominates, and only five populations from north-west-
ern Poland were assigned to the Central mtDNA lineage. As in our earlier study [34], we did
not find congruence between the mtDNA and microsatellite results, as the few Central lineage
populations were not distinctive from the Eastern lineage. This differs from what has been
found in Switzerland, where microsatellites also show differentiation in the contact zone of the
Central and Western mtDNA lineages of common vole [31, 73, 74]. The number of loci used
in the different studies is similar: eight loci in this study, 11 loci in [34] and 12 loci in the study
in Switzerland [31]. Given that relatively few samples that were not from the Eastern lineage
were examined in our study, it is unwise to use our data to make strong statements about dif-
ferentiation between lineages. However, we are in a position to discuss the degree of substruc-
ture within the Eastern lineage.
We assume that the weak eastern-western effect may reflect historical or ecological factors
that influenced the common vole in this region. Division into two genetic groups may have
resulted from environmental factors during the late Pleistocene and early Holocene. During
the YD river corridors were very broad and covered by permafrost patches [83] and probably
the Vistula river was a geographic barrier hindering gene flow between vole populations dur-
ing that time. Around 10 kya, during the period of rapid warming at the beginning of the
Holocene, deciduous forest expanded and the Polish territory became influenced by oceanic
climate [84]. This resulted in flooding over a large area, which could have formed a barrier to
re-colonization in the common vole. The middle Vistula river valley, built of sand dunes, was
mostly reshaped by wind between 10.7 and 10.5 kya but its stabilization continued until 9.3
kya. In the case of the Hungarian Plain this process took even longer [84]. The K = 2 pattern
on the map (Fig 4) seems to correspond quite well to the Vistula and Danube river valleys. The
pattern observed for K = 3 has similarities to that obtained for K = 2. In that case the western
group still has the same distribution while the eastern group shows a degree of subdivision.
According to the conclusions presented above and our previous study [34], we assume that the
pattern obtained for K = 2 may best explain the observed diversity in the common vole popula-
tions in central Europe. In either case, the pattern has become largely obscured by later gene
flow, which explains the lack of structure that was recovered with the sPCA.
Extensive sampling allowed us to perform an in-depth analysis of genetic diversity through-
out the Eastern lineage of the common vole. Results of our study suggest that this lineage
expanded from the Carpathian refugium and support an assumption that the Carpathians play
an important role as a biodiversity hotspot (see in [85] for a recent review). Our study also sup-
ports a hypothesis that a part of central and eastern Europe (present-day Poland) does indeed
form a phylogeographic suture zone [10]. Other species display a contact zone in Poland, for
example, the bank vole, the common shrew (Sorex araneus) and the weasel [10, 16, 86]. Phylo-
geographic investigations in the central and eastern parts of Europe are important to examine
colonization processes, including the meeting of lineages and the relative impact of southern
and northern refugia on the postglacial colonization history of Europe.
Phylogeography of a Common Vole Lineage
PLOS ONE | DOI:10.1371/journal.pone.0168621 December 16, 2016 14 / 20
Supporting Information
S1 Fig. Bayesian genealogy of the common vole from Europe. Maximum clade credibility
tree for 786 cytochrome b sequences of Microtus arvalis, summarized and annotated from
7200 trees re-sampled from 720 million post-burnin generations of Bayesian genealogy sam-
pling. For genealogy calibration the substitution rate of 3.27 x 10−7 substitutions/site/year was
used (see text). The horizontal axis is in thousands of years ago (kya). Posterior probabilities of
basal nodes indicate support ( 0.95) for each of the six mtDNA lineages (B, Balkan; WS,
Western-South; WN, Western-North; ITA, Italian; E, Eastern; CEN, Central) and for higher
level lineages. Grey bars show 95% HPD intervals for time to most recent common ancestor of
each lineage.
(TIF)
S2 Fig. Bayesian skyline plot for the Eastern mtDNA lineage of the common vole. Bayesian
skyline plot presenting demographic change in the Eastern mtDNA lineage of the common
vole with the effective female population size on a log scale against time from the present to
17.5 kya.
(TIF)
S3 Fig. The evaluation of the STRUCTURE results for the common vole from central
Europe. The Evanno et al. [61] ΔK (continuous line, left Y axis) and the mean log probability
Ln(K) (open points, right Y axis) results from STRUCTURE for Microtus arvalis from central
Europe based on the microsatellite data.
(TIF)
S4 Fig. Genetic structure in common voles from central Europe. Genetic structure of Micro-
tus arvalis populations in central Europe, based on a Bayesian analysis of microsatellite data
with K = 2. The pattern is consistent with the presence of western and eastern groups (as previ-
ously observed in [34]). Dots show point locations depicted according to the population
assignment into one of two genetic clusters at q 0.8; white—western group, black—eastern
group, shades of grey intermediate representation between the two genetic clusters (0.2<q<
0.8, according to the legend). Locations on the map match localities given in Fig 1 and S3
Table.
(TIF)
S5 Fig. The results of the sPCA for the common vole from central Europe. Spatial Principal
Component Analysis (sPCA) based on microsatellites of the common vole from central
Europe. (A) Positive and negative eigenvalues which reflect potential global and local structure
respectively. Only the first principal component is of sufficient magnitude to be retained. (B)
Distribution of each eigenvalue according to its spatial autocorrelation and variance. ʎ1 repre-
sents the first, highest positive eigenvalue, marked in red in part A. (C) Results of a G test
which tests the whole dataset in searching for global structure and (D) an L test for specifying
possible local structure. The grey bars indicate the simulated values and the black diamond
indicate the actual observed values. In neither case are the observed values outside the distribu-
tion of the simulated values and therefore there is no significant global or local structure.
(TIF)
S6 Fig. The sPCA plots for the common vole from central Europe. Two representations of
scores obtained for each population using Spatial Principal Components Analysis (sPCA),
with a grid indicating the geographical relationship of the populations. The black and white
squares (or grey level variant) represent positive and negative values respectively. Only popula-
tions with 5 individuals sampled were included. (A) Size of the squares reflects their
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differentiation: small squares are less differentiated than large ones. (B) Different absolute val-
ues are presented in different shades of grey. Neither plot shows a distinct pattern of genetic
structure among the populations.
(TIF)
S1 Table. List of specimens of Microtus arvalis for which new cytochrome b sequences were
obtained for this study, including their site of origin (country codes: PL–Poland, BY–Bela-
rus, RU–Russia, MDV–Moldova, UKR–Ukraine, RO–Romania, SLO–Slovenia, CR–Croa-
tia, CZ–Czech Republic, HU–Hungary, SB–Serbia).
(DOCX)
S2 Table. List of those collection localities from central and eastern Europe mapped in Fig
1B which provided previously published data for this study but which were not used to
generate new cytb or microsatellite data. The full list of previously published cytb sequences
that were used in this study are available in S1, S2 and S4 Tables in [30]. The numbers in
square brackets are consistent with the References section. The reference not used in the Refer-
ences section is marked by ‘’ and its full description is given below the table.
(DOCX)
S3 Table. Diversity indices for samples of Microtus arvalisused in this study for microsat-
ellite analysis including sampling locality with geographic coordinates, sample size (n),
observed (HO) and expected (HE) heterozygosity, allelic richness (AR) and the inbreeding
coefficient (FIS). Samples used in the previous study of Stojak et al. [34] are marked by ‘#’. Sig-
nificant values for FIS are given after Bonferroni correction and marked by ‘
’. Only samples
with 5 individuals were used for calculations.
(DOCX)
S4 Table. Distribution of nucleotide polymorphisms with data organized by individual
nucleotides (upper panel) and triplets (lower panel) in the Microtus arvalis cytochrome b
sequences from newly-collected samples from central Europe.
(DOCX)
S5 Table. The microsatellite data obtained in this study for 8 loci of the common vole. The
missing data are marked by ‘-9’.
(XLSX)
S6 Table. Characteristics of loci used in the microsatellite analysis of the whole Microtus
arvalisdataset including observed (HO) and expected (HE) heterozygosity and null alleles.
(DOCX)
S7 Table. Estimates of multilocus FST between all population pairs of Microtus arvalis
based on microsatellites. Population labels are given according to S3 Table. Significant values
are given after Bonferroni correction and marked by ‘’.
(DOCX)
Acknowledgments
The present study was financed by the National Science Centre in Poland (UMO-2013/09/N/
NZ8/03205 to JS and N N304 058340 to JMW). This study forms part of the PhD thesis of JS,
and she was awarded a PhD scholarship from the National Science Centre in Poland (DEC-
2015/16/T/NZ8/00015). The research was supported by the European Commission’s project
No. PIRSES-GA-2009-247652 (BIOGEAST) and the Russian Foundation for Basic Research
(project no. 15-04-03801-a). The authors thank M. Alsarraf, M. Brzeziński, N. Bulatova, G.
Phylogeography of a Common Vole Lineage
PLOS ONE | DOI:10.1371/journal.pone.0168621 December 16, 2016 16 / 20
Chişamera, G. Dzˇukić, V. Gromov, T. Hayrapetyan, T. Koren, K. Kowalski, J. Koval’skaya, D.
Murariu, S. Pavlova, L. Rychlik, S. Wąsik, P. Veligurov, V. Vohralik, and K. Zub for their help
in collecting samples. We thank M. Go´rny for much helpful advice on GIS software, I. Ruc-
zyńska for help in the lab and B. Johnson for help with use of Clumpp and Distruct. We also
thank the three anonymous reviewers for their helpful comments, which have improved this
manuscript.
Author Contributions
Conceptualization: JS ADM JSH JBS JMW.
Formal analysis: JS ADM JSH.
Funding acquisition: JS JMW ADM LAL.
Investigation: JS ADM JSH JBS JMW.
Methodology: JS ADM JSH JBS JMW.
Resources: JS BK JU JJP LAL JMW.
Validation: JS ADM JSH JBS JMW.
Writing – original draft: JS JBS JMW ADM JSH.
Writing – review & editing: JS ADM JSH BK JU JJP LAL JBS JMW.
References
1. Avise JC. Phylogeography: The History and Formation of Species. Cambridge (MA): Harvard Univer-
sity Press, 2000.
2. Webb T, Bartlein PJ. Global changes during the last 3 million years: climatic controls and biotic
responses. Annu Rev Ecol Evol Syst. 1992; 23: 141–173.
3. Clark PU, Dyke AS, Shakun JD, Carlson AE, Clark J, Wohlfarth B et al. The Last Glacial Maximum. Sci-
ence. 2009; 325: 710–714. doi: 10.1126/science.1172873 PMID: 19661421
4. Wysota W, Lankauf KR, Szmańda J, Chruścińska A, Oczkowski HL, Przegiętka KR. Chronology of the
Vistulian (Weichselian) glacial events in the lower Vistula region, middle-north Poland. Geochronome-
tria. 2002; 21: 137–142.
5. Wysota W, Molewski P, Sokołowski RJ. Record of the Vistula ice lobe advances in the Late Weichselian
glacial sequence in north-central Poland. Quat Int. 2009; 207: 26–41.
6. Bilton DT, Mirol PM, Mascheretti S, Fredga K, Zima J, Searle JB. Mediterranean Europe as an area of
endemism for small mammals rather than a source of northwards postglacial colonization. Proc R Soc
Lond B. 1998; 265: 1219–1226.
7. Taberlet P, Fumagalli L, Wust-Saucy AG, Cosson JF. Comparative phylogeography and postglacial col-
onization routes in Europe. Mol Ecol. 1998; 7: 453–464. PMID: 9628000
8. Hewitt GM. Post-glacial re-colonization of European biota. Biol J Linn Soc. 1999; 68: 87–112.
9. Kotlı´k P, Deffontaine V, Mascheretti S, Zima J, Michaux JR, Searle JB. A northern glacial refugium for
bank voles Clethrionomys glareolus. Proc Natl Acad Sci USA. 2006; 103: 14860–14864. doi: 10.1073/
pnas.0603237103 PMID: 17001012
10. Wo´jcik JM, Kawałko A, Markova´ S, Searle JB, Kotlı´k P. Phylogeographic signatures of northward post-
glacial colonization from high-latitude refugia: a case study of bank voles using museum specimens. J
Zool. 2010; 281: 249–262.
11. Markova´ AK. Late Pleistocene mammal fauna of the Russian Plain. In: Velichko AA, Wright HE Jr, Bar-
nosky CW, editors. Late Quaternary Environments of the Soviet Union. London: Longman; 1984. pp.
209–222.
12. Markova´ AK. Small mammals from Palaeolithic sites of the Crimea. Quat Int. 2011; 231: 22–27.
13. Stewart JR, Lister AM. Cryptic northern refugia and the origins of the modern biota. Trends Ecol Evol.
2001; 16:608–613.
Phylogeography of a Common Vole Lineage
PLOS ONE | DOI:10.1371/journal.pone.0168621 December 16, 2016 17 / 20
14. Stewart JR, Lister AM, Barnes I, Dale´n L. Refugia revisited: individualistic responses of species in
space and time. Proc R Soc B. 2010; 277: 661–671. doi: 10.1098/rspb.2009.1272 PMID: 19864280
15. McDevitt AD, Vega R, Rambau RV, Yannic G, Herman JS, Hayden TJ, Searle JB. Colonization of Ire-
land: revisiting ‘the pygmy shrew syndrome’ using mitochondrial, Y chromosomal and microsatellite
markers. Heredity. 2011; 107: 548–557. doi: 10.1038/hdy.2011.41 PMID: 21673740
16. McDevitt AD, Zub K, Kawałko A, Oliver MK, Herman JS, Wo´jcik JM. Climate and refugial origin influ-
ence the mitochondrial lineage distribution of weasels Mustela nivalis in a phylogeographic suture zone.
Biol J Linn Soc. 2012; 106: 57–69.
17. Yu Z, Eicher U. Three amphi-Atlantic century-scale cold events during the Bølling-Allerød warm period.
Ge´ogr Phys Quat. 2001; 55: 171–179.
18. Lokrantz H, Sohlenius G. Ice marginal fluctuations during the Weichselian glaciation in Fennoscandia, a
literature review. Technical Report TR-06-36. Stockholm: Svensk Ka¨rnbra¨nslehantering; 2006.
19. Mix AC, Bard E, Schneider R. Environmental processes of the ice age: land, oceans, glaciers (EPI-
LOG). Quat Sci Rev. 2001; 20: 627–657.
20. Tzedakis PC, Emerson BC, Hewitt GM. Cryptic or mystic? Glacial tree refugia in northern Europe.
Trends Ecol Evol. 2013; 28: 696–704. doi: 10.1016/j.tree.2013.09.001 PMID: 24091207
21. Carlson AE. The Younger Dryas climate event. In: Elias AS, Mock CJ, editors. The Encyclopedia of
Quaternary Science. Amsterdam: Elsevier; 2013. pp. 126–134.
22. Rasmussen SO, Andersen KK, Svensson AM, Steffensen JP, Vinther BM, Clausen HB et al. A new
Greenland ice core chronology for the last glacial termination. J Geophys Res. 2006; 111, D06102.
23. Meyer MN, Golenishchev FN, Bulatova NS, Artobolevsky GV. On distribution of two Microtus arvalis
chromosomal forms in European Russia. Zoologiskii Zhurnal. 1997; 76: 487–493 (in Russian).
24. Haynes S, Jaarola M, Searle JB. Phylogeography of the common vole Microtus arvalis with particular
emphasis on the colonization of the Orkney archipelago. Mol Ecol. 2003; 12: 951–956. PMID:
12753214
25. Bulatova NS, Potapov SG, Lavrenchenko LA. Genomic versus chromosomal polytypy in studies of
mitochondrial and nuclear DNA markers in the Microtus arvalis group. Russ J Genet. 2010; 46: 586–
594.
26. Herman JS, McDevitt AD, Kawałko A, Jaarola M, Wo´jcik JM, Searle JB. Land-bridge calibration of
molecular clocks and the post-glacial colonization of Scandinavia by the Eurasian field vole Microtus
agrestis. PLoS One 2014; 9: e103949. doi: 10.1371/journal.pone.0103949 PMID: 25111840
27. Paupe´rio J, Herman JS, Melo-Ferreira J, Jaarola M, Alves PC, Searle JB. Cryptic speciation in the field
vole: a multilocus approach confirms three highly divergent lineages in Eurasia. Mol Ecol. 2012; 21:
6015–6032. doi: 10.1111/mec.12024 PMID: 23163319
28. Martı´nkova´ N, Barnett R, Cucchi T, Struchen R, Pascal M, Pascal M, Fischer MC, Higham T, Brace S,
Ho SYW, Que´re´ JP, O’Higgins P, Excoffier L, Heckel G, Hoelzel AR, Dobney KM, Searle JB. Divergent
evolutionary processes associated with colonization of offshore islands. Mol Ecol. 2013; 22: 5205–
5220. doi: 10.1111/mec.12462 PMID: 23998800
29. Buzˇan EV, Fo¨rster DW, Searle JB, Krysˇtufek B. A new cytochrome b phylogroup of the common vole
Microtus arvalis endemic to the Balkans and its implications for the evolutionary history of the species.
Biol J Linn Soc. 2010; 100: 788–796.
30. Stojak J, McDevitt AD, Herman JS, Searle JB, Wo´jcik JM. Post-glacial colonization of eastern Europe
from the Carpathian refugium: evidence from mitochondrial DNA of the common vole Microtus arvalis.
Biol J Linn Soc. 2015; 115: 927–939.
31. Heckel G, Burri R, Fink S, Desmet JF, Excoffier L. Genetic structure and colonization processes in
European populations of the common vole Microtus arvalis. Evolution. 2005; 59: 2231–2242. PMID:
16405166
32. Pazonyi P. Mammalian ecosystem dynamics in the Carpathian Basin during the last 27000 years.
Palaeogeog Palaeoclim Palaeoecol. 2004; 212:295–314.
33. Sommer RS, Nadachowski A. Glacial refugia of mammals in Europe: evidence from fossil records.
Mamm Rev. 2006; 36: 251–265.
34. Stojak J, Wo´jcik JM, Ruczyńska I, Searle JB, McDevitt AD. Contrasting and congruent patterns of
genetic structuring in two Microtus vole species using museum specimens. Mamm Res. 2016; 61:
141–152.
35. Zagorodnyuk I, Henttonen H, Amori G, Hutterer R, Krysˇtufek B, Yigit N et al. Microtus levis. IUCN Red
List of Threatened Species. Version 2014.3. International Union for Conservation of Nature; 2008.
Retrieved 28 July 2016.
Phylogeography of a Common Vole Lineage
PLOS ONE | DOI:10.1371/journal.pone.0168621 December 16, 2016 18 / 20
36. Hall TA. BioEdit: a user-friendly biological sequence alignment editor and analysis program for Windows
95/98/NT. Nucleic Acids Symp Ser. 1999; 41: 95–98.
37. Librado P, Rozas J. DnaSP v5: a software for comprehensive analysis of DNA polymorphism data. Bio-
informatics. 2009; 25: 1451–1452. doi: 10.1093/bioinformatics/btp187 PMID: 19346325
38. Degli Esposti M, de Vries S, Crimi M, Ghelli A, Patarnello T, Meyer A. Mitochondrial cytochrome b: evo-
lution and structure of the protein. Biochim Biophys Acta. 1993; 1143: 243–271. PMID: 8329437
39. Bandelt HJ, Forster P, Rohl A. Median-joining networks for inferring intraspecific phylogenies. Mol Biol
Evol. 1999; 16: 37–48. PMID: 10331250
40. Drummond AJ, Suchard MA, Xie D, Rambaut A. Bayesian phylogenetics with BEAUti and the BEAST.
Mol Biol Evol. 2012; 29: 1969–1973. doi: 10.1093/molbev/mss075 PMID: 22367748
41. Drummond AJ, Ho SYW, Phillips MJ, Rambaut A. Relaxed phylogenetics and dating with confidence.
PLoS Biol. 2006; 4: e88. doi: 10.1371/journal.pbio.0040088 PMID: 16683862
42. Drummond AJ, Rambaut A, Shapiro B, Pybus OG. Bayesian coalescent inference of past population
dynamics from molecular sequences. Mol Biol Evol. 2005; 22: 1185–1192. doi: 10.1093/molbev/
msi103 PMID: 15703244
43. Baele G, Lemey P, Vansteelandt S. Make the most of your samples: Bayes factor estimators for high-
dimensional models of sequence evolution. BMC Bioinformatics. 2013; 14: 85. doi: 10.1186/1471-
2105-14-85 PMID: 23497171
44. Kass RE, Raftery AE. Bayes factors. J Am Stat Assoc. 1995; 90: 773–795.
45. Rambaut A, Drummond AJ. Tracer, Version 1.4. Oxford: University of Oxford; 2007.
46. Excoffier L, Lischer HEL. Arlequin suite ver 3.5: a new series of programs to perform population genetic
analyses under Linux and Windows. Mol Ecol Res. 2010; 10: 564–567.
47. Tajima F. The effect of change in population size on DNA polymorphism. Genetics. 1989; 123: 453–
464.
48. Fu YX. Statistical tests of neutrality of mutations against population growth hitchhiking and background
selection. Genetics. 1997; 147: 915–925. PMID: 9335623
49. Rogers AR, Harpending H. Population-growth makes waves in the distribution of pairwise genetic dis-
tances. Mol Biol Evol. 1992; 9: 552–569. PMID: 1316531
50. Frantz AC, McDevitt AD, Pope LC, Kochan J, Davison J, Clements CF et al. Revisiting the phylogeogra-
phy and demography of European badgers (Meles meles) based on broad sampling, multiple markers
and simulations. Heredity. 2014; 113: 443–453. doi: 10.1038/hdy.2014.45 PMID: 24781805
51. Rogers AR. Genetic evidence for a Pleistocene population explosion. Evolution. 1995; 49: 608–615.
52. Schneider S, Excoffier L. Estimation of demographic parameters from the distribution of pairwise differ-
ences when the mutation rates vary among sites: application to human mitochondrial DNA. Genetics.
1999; 152: 1079–1089. PMID: 10388826
53. Schenekar T, Weiss S. High rate of calculation errors in mismatch distribution analysis results in numer-
ous false inferences of biological importance. Heredity. 2011; 107: 511–512. doi: 10.1038/hdy.2011.48
PMID: 21731052
54. Goudet J. FSTAT, a program to estimate and test gene diversities and fixation indices (version 2.9.3).
Department of Ecology and Evolution, University of Lausanne, Switzerland. 2011. Available at: http://
www2.unil.ch/popgen/softwares/fstat.htm.
55. van Oosterhout C, Hutchinson WF, Wills DPM, Shipley P. MICRO-CHECKER: software for identifying
and correcting genotyping errors in microsatellite data. Mol Ecol Res. 2004; 4: 535–538.
56. Weir BS, Cockerham CC. Estimating F-statistics for the analysis of population structure. Evolution.
1984; 38: 1358–1370.
57. Rice WR. Analyzing tables of statistical tests. Evolution. 1989; 43: 223–225.
58. Mantel N. The detection of disease clustering and a generalized regression approach. Cancer Res.
1967; 27: 209–220. PMID: 6018555
59. Jensen JL, Bohonak AJ, Kelley ST. Isolation by distance, web service. BMC Genetics. 2005; 6: 13.
Available: v.3.23 http://ibdws.sdsu.edu/ doi: 10.1186/1471-2156-6-13 PMID: 15760479
60. Pritchard JK, Stephens M, Donnelly P. Inference of population structure using multilocus genotype
data. Genetics. 2000; 155: 945–959. PMID: 10835412
61. Evanno G, Regnaut S, Goudet J. Detecting the number of clusters of individuals using the software
STRUCTURE: a simulation study. Mol Ecol. 2005; 14: 2611–2620. doi: 10.1111/j.1365-294X.2005.
02553.x PMID: 15969739
62. Earl DA, vonHoldt BM. STRUCTURE HARVESTER: a website and program for visualizing STRUC-
TURE output and implementing the Evanno method. Conserv Genet Res. 2012; 4: 359–361.
Phylogeography of a Common Vole Lineage
PLOS ONE | DOI:10.1371/journal.pone.0168621 December 16, 2016 19 / 20
63. Va¨ha¨ JP, Primmer CR. Efficiency of model-based Bayesian methods for detecting hybrid individuals
under different hybridization scenarios and with different numbers of loci. Mol Ecol. 2006; 15: 63–72.
doi: 10.1111/j.1365-294X.2005.02773.x PMID: 16367830
64. Jakobsson M, Rosenberg NA. CLUMPP: a cluster matching and permutation program for dealing with
label switching and multimodality in analysis of population structure. Bioinformatics. 2007; 23: 1801–
1806. doi: 10.1093/bioinformatics/btm233 PMID: 17485429
65. Rosenberg NA. Distruct: a program for the graphical display of population structure. Mol Ecol Notes.
2004; 4: 137–138.
66. Jombart T. A tutorial for the spatial Analysis of Principal Components (sPCA) using adegenet 2.0.0.
2015.
67. RStudio: Integrated development environment for R (Version 0.96.122). Computer software. Boston:
MA; 2012.
68. Jombart T, Devillard S, Balloux F. Discriminant analysis of principal components: a new method for the
analysis of genetically structured populations. BMC Genetics. 2010; 11:94. doi: 10.1186/1471-2156-
11-94 PMID: 20950446
69. Irwin DM, Kocher TD, Wilson AC. Evolution of the cytochrome b gene of mammals. J Mol Evol. 1991;
32: 128–144. PMID: 1901092
70. Zhang DX, Hewitt GM. Nuclear integrations: challenges for mitochondrial DNA markers. Trends Ecol
Evol. 1996; 11: 247–251. PMID: 21237827
71. Gaziev AI, Shaikhaev GO. Nuclear mitochondrial pseudogenes. Mol Biol. 2010; 44: 358–368.
72. Tougard C, Montuire S, Volobouev V, Markova E, Contet J, Aniskin V, Que´re´ JP. Exploring phylogeo-
graphy and species limits in the Altai vole (Rodentia: Cricetidae). Biol J Linn Soc. 2013; 108: 434–452.
73. Braaker S, Heckel G. Transalpine colonization and partial phylogeographic erosion by dispersal in the
common vole (Microtus arvalis). Mol Ecol. 2009; 18: 2518–2531. doi: 10.1111/j.1365-294X.2009.
04189.x PMID: 19389166
74. Beysard M, Heckel G. Structure and dynamics of hybrid zones at different stages of speciation in the com-
mon vole (Microtus arvalis). Mol Ecol. 2014; 23: 673–687. doi: 10.1111/mec.12613 PMID: 24450982
75. Wielstra B, Babik W, Arntzen JW. The crested newt Triturus cristatus recolonized temperate Eurasia
from an extra-Mediterranean glacial refugium. Biol J Linn Soc. 2015; 114: 574–587.
76. Valdiosera CE, Garcı´a N, Anderung C, Dale´n L, Cre´gut-Bonnoure E, Kahlke RD et al. Staying out in the
cold: glacial refugia and mitochondrial DNA phylogeography in ancient European brown bears. Mol
Ecol. 2007; 16: 5140–5148. doi: 10.1111/j.1365-294X.2007.03590.x PMID: 18031475
77. Petit R, Aguinagalde I, de Beaulieu JL, Bittkau C, Brewer S, Cheddadi R et al. Glacial refugia: hotspots
but not melting pots of genetic diversity. Science. 2003; 300: 1563–1565. doi: 10.1126/science.
1083264 PMID: 12791991
78. Canestrelli D, Bisconti R, Sacco F, Nascetti G. What triggers the rising of an intraspecific biodiversity
hotspot? Hints from the agile frog. Sci Rep. 2014; 4: 5042. doi: 10.1038/srep05042 PMID: 24853644
79. de Bruyn M, Hoelzel AR, Carvalho GR, Hofreiter M. Faunal histories from Holocene ancient DNA.
Trends Ecol Evol. 2011; 26: 405–413. doi: 10.1016/j.tree.2011.03.021 PMID: 21529992
80. Brace S, Palkopoulou E, Dale´n L, Lister AM, Miller R, Otte M et al. Serial population extinctions in a
small mammal indicate Late Pleistocene ecosystem instability. Proc Natl Acad Sci USA. 2012; 109:
20532–20536. doi: 10.1073/pnas.1213322109 PMID: 23185018
81. Lagerholm VK, Sandoval-Castellanos E, Ehrich D, Abramson NI, Nadachowski A, Kalthoff DC et al. On
the origin of the Norwegian lemming. Mol Ecol. 2014; 23: 2060–2071. doi: 10.1111/mec.12698 PMID:
24661631
82. Deffontaine V, Libois R, Kotlı´k P, Sommer R, Nieberding C, Paradis E et al. Beyond the Mediterranean
peninsulas: evidence of central European glacial refugia for a temperate forest mammal species, the
bank vole (Clethrionomys glareolus). Mol Ecol. 2005; 14: 1727–1739. doi: 10.1111/j.1365-294X.2005.
02506.x PMID: 15836645
83. Starkel L. Evolution of the Vistula river valley since the last glaciation till present. Warsaw: Polish Acad-
emy of Sciences Stanisław Leszczycki Institute of Geography and Spatial Organization. Monographies
2; 2001 (in Polish with English summary).
84. Starkel L. Environmental changes at the Younger Dryas–Preboreal transition and during the early Holo-
cene: some distinctive aspects in central Europe. The Holocene. 1991; 1: 234–242.
85. Mra´z P, Ronikier M. Biogeography of the Carpathians: evolutionary and spatial facets of biodiversity.
Biol J Linn Soc. 2016; 119:528–559.
86. Wo´jcik JM. Chromosome races of the common shrew Sorex araneus in Poland: a model of karyotype
evolution. Acta Theriol. 1993; 38: 315–338.
Phylogeography of a Common Vole Lineage
PLOS ONE | DOI:10.1371/journal.pone.0168621 December 16, 2016 20 / 20
